A Gram-staining-negative, yellow-pigmented, strictly aerobic bacterium, designated strain 1YB-R12 T , was isolated from a soil sample in western Algeria. The novel isolate was heterotrophic, chemoorganotrophic, halotolerant and psychrotolerant. The temperature and pH optima for growth were 28-30 6C and pH 7.3-8. The bacterium tolerated up to 6 % (w/v) NaCl. Cells were non-motile, non-gliding and non-spore-forming, and were characterized by a variable morphological cycle. Flexirubin-type pigments were not detected. 16S rRNA gene sequence analysis showed that strain 1YB-R12
The family Flavobacteriaceae constitutes one of the main phyletic lines within the phylum Bacteroidetes, comprising more than 45 genera (Reichenbach, 1992; Bernardet et al., 1996 Bernardet et al., , 2002 Bernardet & Nakagawa, 2006) . Among them, the genus Chryseobacterium (type species, Chryseobacterium gleum) contains, at the time of writing, 35 recognized species and forms a distinct branch together with the genera Bergeyella, Riemerella, Kaistella, Elizabethkingia, Sejongia and Wautersiella (Vandamme et al., 1994; Vancanneyt et al., 1999; Yi et al., 2005; Kim et al., 2004 Kim et al., , 2005 Kämpfer et al., 2006) . Most members of the genus Chryseobacterium are widely distributed in aquatic and soil environments and some Chryseobacterium species are also pathogenic to humans and animals Vaneechoutte et al., 2007) . Species of the genus Chryseobacterium are Gram-stainingnegative, non-motile, psychrotolerant, halotolerant, aerobic chemoorganotrophs with a strictly respiratory metabolism and MK-6 as the major respiratory quinone .
A Chryseobacterium-like bacterial strain, designated 1YB-R12 T , was isolated from a sample of hydrocarbonpolluted soil collected in Meftah city, western Algeria, in April 2006. For strain isolation, a 10 g soil sample was placed in flasks containing 90 ml nutrient broth (Difco) and incubated at 30 u C under agitation (130 r.p.m.) for 72 h. Plates of nutrient agar (NA; Difco) were inoculated with 0.1 ml soil suspension and incubated at 30 u C for 3 days. After primary isolation and purification, the strain was cultivated at 30 u C on the same medium and preserved in nutrient broth supplemented with 10 % (v/v) glycerol at 280 u C.
Colony morphology and pigmentation were observed following 3 days incubation at 30 u C and 7 days incubation at 4 u C on trypticase soy agar (TSA; Difco). Cell morphology and motility were assessed by light microscopy (HB 050/AC; Zeiss) of 3-, 7-and 15-day-old cells. The Gram reaction was performed by using the bioMérieux Gram stain kit according to the manufacturer's instructions. Catalase and oxidase activities were tested by using 10 % (v/v) H 2 O 2 and discs soaked in a 1 % N,N,N9,N9-tetramethyl-p-phenylenediamine solution, respectively. The presence of flexirubin-type pigments was investigated by noting whether a colour shift occurred when a mass of bacteria collected on TSA was flooded with 20 % KOH (Bernardet et al., 2002) . Growth was tested on TSA, trypticase glucose yeast extract agar (TGEA; Difco), Columbia agar (Difco) and MacConkey agar (Difco).
Growth temperature and pH were tested on TSA at 4, 20, 25, 28, 30, 37 and 40 u C and at pH 3-11 (at 0.5 pH unit intervals). The pH was adjusted with HCl or KOH and was verified after autoclaving. Tolerance to 0-14 % (w/v) NaCl was determined on TSA. TSA devoid of NaCl was prepared to assess growth with 0 % NaCl.
Hydrolysis of casein, gelatin, starch, Tweens 20 and 80, egg yolk, aesculin, DNA and horse blood (5 %, v/v) and other biochemical characteristics (detailed in the species description below and in Table 1 ) were investigated according to Ivanova et al. (1996) and Smibert & Krieg (1994) . Hugh and Leifson's medium (Hugh & Leifson, 1953 ) was used to test acid production under aerobic conditions from glucose, lactose, sucrose, inositol, sorbitol, mannitol, xylose, mannose, rhamnose, sorbose, arabinose, adonitol, galactose, raffinose, fructose, cellobiose, dextrin, maltose, salicin and trehalose. Other biochemical tests were carried out by using the API 20E and API 20NE identification systems (bioMérieux) according to the manufacturer's instructions. Growth was checked under anaerobic (with 4-10 % CO 2 ) and micro-aerobic (with 5-15 % O 2 and 5-12 % CO 2 ) conditions by using the GasPak Plus system (BBL) at 30 u C for up to 15 days. For analysis of cellular fatty acids, the isolate was grown aerobically on Columbia II agar (BBL) with 5 % horse blood for 16-48 h at 37 u C, according to the protocol of the Sherlock Microbial Identification System (MIDI Inc., http://www. midi-inc.com/) as described in detail by the Culture Collection, University of Göteborg, Sweden (CCUG; http://www.ccug.se/). The cellular fatty acid composition of strain 1YB-R12
T and the type strains of nine related species of the genus Chryseobacterium is given in Table 2 .
The phenotypic characteristics of strain 1YB-R12
T are given in Table 1 and in the species description below. Extraction of genomic DNA, PCR amplification of 16S rRNA genes and sequencing of purified PCR products were carried out according to Miranda-Tello et al. (2004) . The 16S rRNA gene sequence of strain 1YB-R12 T (1473 bp) was aligned manually with related sequences retrieved from the GenBank database by using the sequence aligner software from the Ribosomal Database Project II (Maidak et al., 2001 ) and the BioEdit sequence alignment editor (Hall, 1999) . Pairwise evolutionary distances based on 1360 unambiguous nucleotides were computed according to the Jukes & Cantor (1969) model. A phylogenetic tree was constructed by using the neighbour-joining (Saitou & Nei, 1987) and maximum-likelihood (Felsenstein, 1993) methods. Confidence in the tree topology was evaluated by bootstrap analysis of 1000 resamplings of the sequences (Felsenstein, 1985) . Levels of 16S rRNA gene sequence similarity between strain 1YB-R12
T and the type strains of recognized species of the genus Chryseobacterium were 93.0-96.5 %; highest sequence similarity was with Chryseobacterium haifense LMG 24029
T (Hantsis-Zacharov & Halpern, 2007) . Phylogenetic analysis confirmed that strain 1YB-R12
T was a member of the genus Chryseobacterium and formed a monophyletic clade with C. haifense LMG 24029 T (Fig. 1) .
The DNA G+C content of strain 1YB-R12 T was determined by HPLC at the Deutsche Sammlung von Mikroorganismen und Zellkulturen (Braunschweig, Germany) according to Mesbah et al. (1989) . The G+C content of strain 1YB-R12 T was 40.9 mol%, a value slightly higher than the range reported for recognized species of the genus Chryseobacterium (i.e. 33-39 mol%; Herzog et al., 2008) .
On the basis of phylogenetic inference and of genotypic and phenotypic characteristics, we consider strain 1YB-R12
T to represent a novel species of the genus (Campbell et al., 2008) ; 6, C. hominis CCUG 52711 T (Vaneechoutte et al., 2007) ; 7, C. caeni DSM 17710 T (Quan et al., 2007) ; 8, C. pallidum DSM 18015 T (Herzog et al., 2008) ; 9, C. molle DSM 18016 T (Herzog et al., 2008) ; 10, C. aquaticum KCTC 12483 T (Kim et al., 2008) . Note that the strains were not all cultivated under the same conditions.
2, Not detected; tr, trace (,1 %). Fatty acids amounting to ,1.0 % of the total fatty acids in all strains studied are not shown. *Summed features are groups of two or three fatty acids which could not be separated by GLC via the MIDI system. Summed feature 3 comprised C 16 : 1 v7c and/or iso-C 15 : 0 2-OH; summed feature 4 comprised C 16 : 1 v7c and/or C 16 : 1 v6c; summed feature 5 comprised 10-methyl C 16 : 0 and/or iso-C 17 : 1 v9c. DECL, equivalent chain-length (i.e. the identity of the fatty acid is unknown).
Chryseobacterium, for which the name Chryseobacterium solincola sp. nov. is proposed.
Description of Chryseobacterium solincola sp. nov.
Chryseobacterium solincola (so.lin.co9la. L. n. solum soil; L. n. incola an inhabitant; N.L. n. solincola an inhabitant of soil).
Cells are aerobic, Gram-staining-negative, non-sporeforming rods that lack flagella or gliding motility. Cells are filaments (12-8060.5-1 mm) in young cultures (3-7 days), bacilli (2-460.5-1 mm) after 15-20 days and short rods (0.9-1.560.5-0.7 mm) in old cultures (20-30 days) (see Supplementary Fig. S1 available at IJSEM online). Colonies are circular with entire edges, opaque, convex, bright yellow-pigmented by a non-diffusible pigment, and become mucoid after prolonged incubation (7-15 days) on TSA or NA at 4 uC. Flexirubin-type pigments are absent. Growth is not observed under anaerobic or micro-aerobic conditions. Growth occurs on NA, TSA, TGEA and Columbia agar, but not on MacConkey agar. Growth is good at 20-30 u C (optimum, 28-30 u C), slow at 4 u C and weak at 37 u C. Growth occurs at pH 5-11 (optimum, pH 7.3-8) and in the presence of 0-6 % (w/v) NaCl (optimum, 4 %). Amygdalin is not assimilated. Indole and acetoin are not produced. The cellular fatty acids are anteiso-C 15 : 0 , iso-C 15 : 0 , iso-C 17 : 1 v9c, iso-C 16 : 0 , C 17 : 0 2-OH, iso-C 17 : 0 3-OH, iso-C 16 : 0 3-OH, iso-C 16 : 1 H, anteiso-C 15 : 1 A, iso-C 14 : 0 , anteiso-C 17 : 1 v9c, C 15 : 0 2-OH, C 16 : 1 v3c, summed feature 3 (comprising C 16 : 1 v7c and/or iso-C 15 : 0 2-OH), summed feature 4 (comprising C 16 : 1 v7c and/or C 16 : 1 v6c) and a trace (,1 %) of C 18 : 2 DMA.
The type strain, 1YB-R12 T (5DSM 22468 T 5CCUG 55604 T ), was isolated from a hydrocarbon-polluted soil in Algeria. The G+C content of the genomic DNA of the type strain is 40.9 mol%. T was used as an outgroup. Bar, 2 % sequence divergence.
